Abstract
NormalMutant, and NormalTotal. Additionally, the mean normal coverage is computed. Step2 (consprep)
The consprep program reads the SNV count data and incorporates a list of good / bad 2 2 1
SNVs. It also reads a file specifying the number of 100-bp windows in each chromosome.
2
If the total number of reads from the normal sample falls outside of the ranges specified 2 2 3
by the options (median, minfactor, maxfactor, xminfactor, or xmaxfactor), the input xmaxfactor settings apply to positions in chrX; the -minfactor and -maxfactor settings apply to all other chromosomes. The minimum coverage is the median multiplied by the 2 2 7
-minfactor, and the maximum coverage is the median multiplied by the -maxfactor. To run VCF2CNA, users should navigate to the application home page and click "run field. Users will select whether results will be sent to the provided email address as either 2 3 3
an email attachment or a link to the result files stored on the server. Results will be stored 2 3 4
on the server for 14 days. Default run parameters may be modified depending on job 2 3 5
specifications. Users should select the input file and click the "upload/run" button. The
brower window should not be killed during the file upload. Once the file has been 2 3 7
successfully uploaded, a notification will be displayed in the browser window and the 2 3 8
user may discard the window. The authors declare that they have no competing interests. This study was supported by ALSAC. JZ and XC conceived the concept. DP, XM, and XC designed the VCF2CNA algorithm. analysis. DP and XC wrote the manuscript. . . . 
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